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WHAT IS CLAIMED IS: 

1 . An isolated, purified, or recombinant polynucleotide comprising a contiguous 
span of at least 12 nucleotides of SBQ ID No. 1 or the complements thereof, wherein said 
contiguous span comprises at least 1 pf the following nucleotide positions of SEQ ID No. 1:1- 
70715, 70795-82207, 82297-83612, 8^3824-85297, 85418-86388, 86446-87495, 87523-88294, 
883 84-89483, 89650-92748, 97 1 56-9*309, 98476-99329, 9949 1 - 1 00026, 1 002 1 2- 1 0028 1 , 
100396-100538, 100682-100833, 100^95-101920, 102087-102970, 103264-103724, and 
103753-106746. 

2. An isolated, purified, ori recombinant polynucleotide comprising a contiguous 
10 span of at least 12 nucleotides of SEQ ID No. 1 or the complements thereof, wherein said 

contiguous span comprises at least one nucleotide selected from the group consisting of a 
nucleotide G at positions 70728, 87860, 88297, 94432, and 95340 of SEQ ID No. 1 ; a 
nucleotide A at positions 82218, 83644, 83^^87787, 87806, 94218, and 97144 of SEQ ID 
No. 1; a nucleotide C at positions 87902, igZ'fi 88283, 92760, 93726, and 94422 of SEQ ID 
15 No. 1 ; and a nucleotide T at positions 939/)?, an^ 94 1 70 of SEQ ID No. 1 . 

3 . An isolated, purified, or /ecdmbiriant polynucleotide comprising a contiguous 
span of at least 12 nucleotides of SEQylD Na 1 on the complements thereof, wherein said 
contiguous span comprises a nucleotide G at flpsiti^ns 86435, 93592, 93680, 93681, 93682, 
93728, 93761, and 95445 of SEQ ID/No. lj^ucldbtide A at positions 86434, 88355, 93240, 

20 93471 , and 93747of SEQ ID No. \ j a^trfi^tidb C It positions 93683, 95 126, and 95444 of 

SEQ ID No. 1; and a nucleotide Tjkt positions 9$is\, and 94430 of SEQ ID No. 

4. An isolated, purified, or recombifliani polynucleotide comprising a contiguous 
span of at least 12 nucleotides on /SEQ ID No. 1 o\ the complements thereof, wherein said 
contiguous span comprises nucl^6tide positions selected from the group consisting of the 

25 nucleotide positions of SEQ ID No. 1: 92975-92977, 9371 1-93715, 94151-94153, 94240- 

94243, 94770-94773, 94804-94808, 95121-95122, 95129-95135, 95148-95153, 95154-95159, 
95173-95178, 95367-95374, 95410-95413, 95418-951(120, 95430-95436, 95533-95535, and 
95677-95677. 

5. An isolated, purified, or recombinant polynucleotide comprising a contiguous 
30 span of at least 12 nucleotides of SEQ ID No. 2 or the complements thereof, wherein said 

contiguous span comprises at least 1 of the nucleotide positions 1-162 of SEQ ID No. 2. 

6. An isolated, purified, or recombinant polynucleotide comprising a contiguous 
span of at least 1 2 nucleotides of SEQ ID No. 2 or the complements thereof, wherein said 
contiguous span comprises at least one nucleotide selected ttrom the group consisting of a 

35 nucleotide A at positions 253, 363, 527, 2471 , and 5397 of SEQ ID No. 2; a nucleotide C at 
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positions 1013, 1979, and 2675 of SEQ ID No. 2; a nucleotide G at positions 176, 749, 2685, 
3593 of SEQ ID No. 2; and a nuclecjtide T at positions 2156, and 2423 of SEQ ID No. 2. 

7. An isolated, purifiedAor recombinant polynucleotide comprising a contiguous 
span of at least 12 nucleotides of SEQ ID No. 2 or the complements thereof, wherein said 

5 contiguous span comprises at least onenucleotide selected from the group consisting of a 

nucleotide A at positions 708, 807, 1493L 1724, and 2000; a nucleotide C at positions 1936, 
3379, and 3697; a nucleotide G at positions 709, 1845, 1933, 1934, 1935, 1981, 2014, and 
3698; and a nucleotide T at positions 240V, and 2683 of SEQ ID No. 2. 

8. An isolated, purified, or recombinant polynucleotide comprising a contiguous 
1 0 span of at least 12 nucleotides of SEQ ID No. 2 or the complements thereof, wherein said 

contiguous span comprises nucleotide positions selected from the group consisting of the 
nucleotide positions of SEQ ID No. 2: 1229- 123 lAp64- 1968, 2404-2406, 2493-2496, 3023- 
3026, 3057-3061, 3374-3375, 3382-3388, 340«y^406, 3407-3412, 3426-3431, 3620-3627, 
3663-3666, 3671-3673, 3683-3689, 3786-3788&nd 3930-3932. 
15 9. An isolated, purified, or recombinant polynucleotide comprising a contiguous 

span of at least 12 nucleotides of SEQ ID No. 3\or thei complements thereof, wherein said 
contiguous span comprises at least 1 of the piloting nucleotide positions of SEQ ID No. 3:1- 
162 and 747-872. 

fU 10. An isolated, purified, orM&imWrfent polynucleotide comprising a contiguous 

20 span of at least 12 nucleotides of SEQ ID No. 3 oft the complements thereof, wherein said 

01 contiguous span comprises at least oneynucleotide selected from the group consisting of a 

p nucleotide A at positions 253, 363, 5217, 2597, and 5523 of SEQ ID No. 3; a nucleotide C at 

J3 positions 1 139, 2105, and 2801 of SEC ID No. 3; aViucleotideYi at positions 176, 875, 281 1, 

^ 3719 of SEQ ID No. 3; and a nucleotide T at positions 2282, andS2549 of SEQ ID No. 3. 

25 1 1 . An isolated, purifie<j[ or recombinant polynucleotide comprising a contiguous 

span of at least 12 nucleotides of SEQ ID No. 3 or thei complements thereof, wherein said 
contiguous span comprises at least one nucleotide selected from the group consisting of a 
nucleotide A at positions 708, 807, 1619, 1850, and 212p; a nucleotide C at positions 2062, 
3505, and 3823; a nucleotide G at positions 709, 1971, 3059, 2060, 2061, 2107, 2140, and 
30 3824; and a nucleotide T at positions 2533, and 2809 of IeQ ID No. 3. 

12. An isolated, purified, or recombinant polynucleotide comprising a contiguous 
span of at least 12 nucleotides of SEQ ID No. 3 or the complements thereof, wherein said 
contiguous span comprises nucleotide positions selected from the group consisting of the 
nucleotide positions of SEQ ID No. 3: 1355-1357, 1892-1894, 2090-2094, 2530-2532, 2619- 
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2622, 3149-3152, 3183-3187, 3500-3601, 3508-3514, 3527-3532, 3533-3538, 3552-3557, 
3746-3749, 3789-3792, 3797-3799, 3809-3815, 3912-3914 and 4056-4058. 

13. An isolated, purified, or recombinant polynucleotide comprising a contiguous 
span of at least 12 nucleotides of SEQuD No. 4 or the complements thereof, wherein said 
contiguous span comprises at least 1 of the nucleotide positions 1-162 of SEQ ID No. 4. 

14. An isolated, purified, or recombinant polynucleotide comprising a contiguous 
span of at least 12 nucleotides of SEQ IoNo. 4 or the complements thereof, wherein said 
contiguous span comprises at least one nucleotide selected from the group consisting of a 
nucleotide A at positions 253, 363, 527 ana 2460 of SEQ ID No. 4; a nucleotide C at position 
1 0 1 3 of SEQ ID No. 4 and a nucleotide G at positions 1 76, and 749 of SEQ ID No. 4. 

15. An isolated, purified, or recobibinant polynucleotide comprising a contiguous 
span of at least 12 nucleotides of SEQ ID NoL 4 or th^xomplements thereof, wherein said 
contiguous span comprises at least one nucleoside ^elected from the group consisting of a 
nucleotide A at positions 708 and 807 and a ndble/btVle G at position 709 of SEQ ID No. 4. 

1 6. An isolated, purified, or recoml^nantpolynucleotide comprising a contiguous 
span of at least 12 nucleotides of SEQ ID No. 4ft or thdl complements thereof, wherein said 
contiguous span comprises the pairs of nucleofiqp positions 1 136-1137 of SEQ ID No. 4. 

1 7. An isolated, purified, or recombinant polynucleotide consisting essentially of a 
contiguous span of 8 to 50 nucleotides of anyone ^f^EQnjjfiD No.s 1, 2, 3, and 4 or the 



complement thereof, wherein said span in 



; alPCZ/i-A-related biallelic marker in said 



sequence. 

1 8. A polynucleotide according to claii 
marker is selected from the group consisting of Al 

19. A polynucleotide according to claim| 
marker is selected from the group consisting of Al tc 



;ein said PCL4-7-related biallelic 
the complements thereof. 
17, wherein said PC7^-7-related biallelic 
A44, A46 to A53, A57, A58, A62 to A76, 
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A81, A82, A86 to A91, A 107, Al 18, and A 123 to A1E5, and the complements thereof. 

20. A polynucleotide according to claim 1H, wherein said PC TA-1 -related biallelic 
marker is selected from the group consisting of A45, Afc4, A60, A61, A77 to A80, A83 to A85, 
A93, A102 to A106, A109, Al 10, Al 14, and A122, and the complements thereof. 

21 . A polynucleotide according to claim 17,\ wherein said PCJ^-7-related biallelic 
marker is selected from the group consisting of A55, A56, A59, A92, A94 to A101, A108, 
A 1 1 1 to A 1 1 3 , A 1 1 5 to A 1 1 7, and A 1 1 9 to A 1 2 1 , and the complements thereof. 

22. A polynucleotide according to any one of claims 1 7 to 2 1 , wherein said 
contiguous span is 18 to 47 nucleotides in length and said biallelic marker is within 4 
nucleotides of the center of said polynucleotide. 
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23. A polynucleotide according to claim 22, wherein said polynucleotide consists of 
said contiguous span and said contiguous span is 25 nucleotides in length and said biallelic 
marker is at the center of said polynucleotide. 

24. A polynucleotide according to claim 22, wherein said polynucleotide consists 
essentially of a sequence selected from the following sequences: PI to P125, and the 
complementary sequences thereto. 1 

25. A polynucleotide according to any one of claims 1 to 21, wherein the 3 ! end of 
said contiguous span is present at the 3'\end of said polynucleotide. 

26. A polynucleotide according to any one of claims 1 7 to 2 1 , wherein the 3* end of 
said contiguous span is located at the 3' And of said polynucleotide and said biallelic marker is 
present at the 3' end of said polynucleotide. 

27. A polynucleotide according \a any one of claims 17 to 21, wherein the 3' end of 
said contiguous span is located at the 3' enffl 6f said polynucleotide, and wherein the 3' end of 
said polynucleotide is located within 20 nuMfeotides upstream of a PCTA-1 -related biallelic 
marker in said sequence. I\ \ 

28. A polynucleotide according to claim 27, wherein the 3* end of said 
polynucleotide is located 1 nucleotide upstream msaj&rCTA-l -related biallelic marker in said 
sequence. If 

29. A polynucleotide accorajtfjf tolclaina 28, wherein said polynucleotide consists 
essentially of a sequence selected from the folliwingysequences: Dl to D125, and El to E125. 

30. An isolated, purified/for recombinant polynucleotide consisting essentially of a 
sequence selected from the following sequencesiBl to©47 and CI to C47. 

31. An isolated, purifiela, or recombinant polynucleotide which encodes a 
polypeptide comprising a contiguous span of at least 6 amiNo. acids of SEQ ID No. 5, wherein 
said contiguous span includes: u \ 

- a serine residue at amiNo. acid position 1 TO and/or a lysine residue at amiNo. acid 
position 203 in SEQ ID No. 5; and/or \ 

- at least one residue selected from the groua consisting of a tyrosine residue at amiNo. 
acid position 18, a cysteine residue at amiNo* acid position 35, a methionine residue at 
amiNo. acid position 55 and an arginine residue at amiNo. acid position 1 83 in SEQ ID 
No. 5. \ 

32. An isolated, purified, or recombinant polynucleotide which encodes a 
polypeptide comprising a contiguous span of at least 6 amiNo. acids of SEQ ID No. 6, wherein 
said contiguous span includes: 
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- a serine residue at amiNo. 
position 245 in SEQ ID No 

- at least one residue selectee 



amiNo. acid position 55 and 
No. 6; and/or 

- at least 1 of the amiNo. ack 
3, 5 or 10 of the amiNo. acic 



icid position 170 and/or a lysine residue at amiNo. acid 
>; and/or 

from the group consisting of a tyrosine residue at amiNo. 
acid position 18, a cysteine residue at amiNo. acid position 35, a methionine residue at 



in arginine residue at amiNo. acid position 225 in SEQ ID 



encoded by the exon 6bis, more particularly at least 1, 2, 
positions 183-224 of the SEQ ID No. 6. 

33. An isolated, purified,W recombinant polynucleotide which encodes a 
polypeptide comprising a contiguous sban of at least 6 amiNo. acids of SEQ ID No. 7, wherein 
said contiguous span includes: \ 

- a serine residue at amiNo. acid position 170 and/or a lysine residue at amiNo. acid 
position 203 in SEQ ID No. 7; Ind/or 

- at least one residue selected from tne group consisting of a tyrosine residue at amiNo. 
acid position 18, a cysteine residiWat amiNo. acid position 35, a methionine residue at 
amiNo. acid position 55 and an arjgfriinlj residue at amiNo. acid position 183 in SEQ ID 
No. 7; and/or 

- at least 1 of the amiNo. acid ejfcotled bV the exons 9bis and 9ter, more particularly at 
least 1, 2, 3, 5 or 10 of the amiNo. Acid positions 3 13-368 of the SEQ ID No. 7. 

34. An isolated, purifiedjoor recombinant polynucleotide comprising a contiguous 
span of at least 12 nucleotides of SEQ ID N$. 8 orVhej^mplements thereof, wherein said 
contiguous span comprises at leasts of the^jiowin^ nucleotide positions of SEQ ID No. 8:1- 
500, 501-1000, 1001-1500, and 1OTTM738. 

35. An isolated, purified, or recombinant polynucleotide which encodes a 
polypeptide comprising a contiguous span of atueast 6 am^No. acids of SEQ ID No. 9, wherein 
said contiguous span comprisesat least 1 of the Following amiNo. acid positions of SEQ ID No. 
9: 1-50,51-100,101-150, 1 5 IKOO, 201-250, and 251-316. 

36. A polynucleotide for use in a hybridization assay for determining the identity of 
the nucleotide at a PCZ^-7-related biallelic marker or the complement thereof. 

37. A polynucleotide for use in a sequencing assay for determining the identity of 
the nucleotide at a PCZ^-7-related biallelic marker or the complement thereof. 

38. A polynucleotide for use in an enzyme-based mismatch detection assay for 
determining the identity of the nucleotide at a PCL4-7-related biallelic marker or the 
complement thereof. 
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An array of polynucleotides comprising at least one polynucleotide according to 

An array according t* claim 41, wherein said array is addressable. 

A polynucleotide according to any one of claims 1 to 39 further comprising a 



39. A polynucleotide Ybr use in amplifying a segment of nucleotides comprising a 
PCTA-1 -related biallelic marker on the complement thereof. 

40. A polynucleotide according to any one of claims 1 to 39 attached to a solid 

support. 

41. 
claim 37. 

42. 
43. 

label. 

44. A recombinant vector comprising a polynucleotide according to any one of 
claims 1 to 16, and 31 to 35. 

45. A host cell comprising a\recombinant vector according to claim 44. 

46. A No.n-human host aninial or m/mmal comprising a recombinant vector 
according to claim 44. 

47. A mammalian host cell cdlrnp/ising a PCTA-1 gene disrupted by homologous 
recombination with a kNo.ck out vector, c&irapYising a polynucleotide according to any one of 
claims 1 to 16, and 31 to 35. 

48. A No.n-human host marrftfiil comprising a PCTA-1 gene disrupted by 
homologous recombination with a kNofak oAt veator, comprising a polynucleotide according to 
any one of claims 1 to 16, and 31 to 3/ 

49. A method of geNo.ty^ing^aft^risiiW determining the identity of a nucleotide at 
a PCTA- 1 -related biallelic marker or/the compf|pment^hereof in a biological sample. 

50. A method according to claim 4SL wherein said biological sample is derived 
from a single subject. 

51. A method accordflig to claim 50, Wherein the identity of the nucleotides at said 
biallelic marker is determined foflboth copies of s^id biallelic marker present in said individual's 
geNo.me. 

52. A method according to claim 49, wherein said biological sample is derived 
from multiple subjects. 

53. A method according to claim 49, further comprising amplifying a portion of 
said sequence comprising the biallelic marker prior tolsaid determining step. 

54. A method according to claim 53, wherein said amplifying is performed by PCR. 

55. A method according to claim 49, wherein said determining is performed by a 
hybridization assay. 
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56. A method according to claim 49, wherein said determining is performed by a 
sequencing assay. 

57. A method according to claim 49, wherein said determining is performed by a 
microsequencing assay. 

58. A method according to claim 49, wherein said determining is performed by an 
enzyme-based mismatch detection assay. 

59. A method of estimating the frequency of an allele of a PCZ^-Z-related biallelic 
marker in a population comprising: 

a) geNo.typing individuals fr^m said population for said biallelic marker according to 
the method of claim 49; and 

b) determining the proportiona\ representation of said biallelic marker in said 
population.. 

60. A method of detecting association between a geNo.type and a trait, 
comprising the steps of: 

a) determining the frequency/>f/aAleVst one PCZ^-Z-related biallelic marker in trait 
positive population according tjb t% i\iethod of claim 59; 

b) determining the frequency <$f at iea^t one PCr^-Z-related biallelic marker in a 
control population according fo the VnefjjpeKof claim 59; and 

c) determining whether ^atlstisffill significant association exists between said 
geNo.type and said trait 

61. A method of es:imating the fifequen^ of a haplotype for a set of biallelic 
markers in a population, compiisir 

a) geNo.typing at least onfe PCTA-1 -rented biallelic marker according to claim 50 for 
each individual in said [population; 

b) geNo.typing a second biallelic markei by determining the identity of the nucleotides 
at said second biallelic marker for both copies of said second biallelic marker present in 
the geNo.me of each individual in said population; and 

c) applying a haplotype determination method to the identities of the nucleotides 
determined in steps a) and b) to obtain an estimate of said frequency. 

62. A method according to claim 61, wherein said haplotype determination method 
is selected from the group consisting of asymmetric RCR amplification, double PCR 
amplification of specific alleles, the Clark algorithm, or an expectation-maximization algorithm. 

63. A method of detecting an association between a haplotype and a trait, 
comprising the steps of: 
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a) estimating the frequency of at least one haplotype in a trait positive population 
according to the method of claim 62; 

b) estimating the frequency of s^id haplotype in a control population according to the 
method of claim 62; and 

c) determining whether a statistically significant association exists between said 
haplotype and said trait. 

64. A method according to cBaim 60, wherein said geNo.typing steps a) and b) are 
performed on a single pooled biological sample derived from each of said populations. 

65. A method according to claim 60, wherein said geNo.typing steps a) and b) 
performed separately on biological samples derived from each individual in said populations. 

66. A method according to eitner claim 60 or 63, wherein said trait is cancer, 
prostate cancer, an early onset of prostate dancer, a beneficial response to or side effects related 
to treatment or a vaccination against prostate cancer, a susceptibility to prostate cancer, the level 
of aggressiveness of prostate cancer tumors! a/nodified or forthcoming expression of the PCTA- 
1 gene, a modified or forthcoming product^ ofi the PCTA-1 protein, or the production of a 
modified PCTA-1 protein. 

67. A method according to <flaimfl66 Wherein said trait is prostate cancer. 

68. A method according ty either plai\n 60jjj>637wherein said control population is 
a trait negative population. 

69. A method accordinsfte-^ffher dlaim \j0 or 63, wherein said case control 
population is a random population. 

70. An isolated, purified, fir recombinant polypeptide comprising a contiguous span 



of at least 6 amiNo. acids of SEQ 
- a serine residue at amiNo 
position 203 in SEQ ID N 
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ontiguous span includes: 
positioi^ 170 and/or a lysine residue at amiNo. acid 
and/or 

- at least one residue selected from the gnbup consisting of a tyrosine residue at amiNo. 
acid position 18, a cysteine residue at amiNo. acid position 35, a methionine residue at 
amiNo. acid position 55 and an arginine residue at amiNo. acid position 183 in SEQ ID 
No. 5. 

71. An isolated, purified, or recombinaht polypeptide comprising a contiguous span 
of at least 6 amiNo. acids of SEQ ID No. 6, wherein said contiguous span includes: 

- a serine residue at amiNo. acid position 17D and/or a lysine residue at amiNo. acid 
position 245 in SEQ ID No. 6; and/or 1 

- at least one residue selected from the grouplconsisting of a tyrosine residue at amiNo. 
acid position 18, a cysteine residue at amiNo.\acid position 35, a methionine residue at 
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amiNo. acid position 55 ai^d an arginine residue at amiNo. acid position 225 in SEQ ID 
No. 6; and/or 

- at least 1 of the amiNo. acljd encoded by the exon 6bis, more particularly at least 1, 2 5 
3, 5 or 10 of the amiNo. acidipositions 183-224 of the SEQ ID No. 6. 

72. An isolated, purifiedAor recombinant polypeptide comprising a contiguous span 
of at least 6 amiNo. acids of SEQ ID No. 7, wherein said contiguous span includes: 

- a serine residue at amiNo. acid position 170 and/or a lysine residue at amiNo. acid 
position 203 in SEQ ID No. 7; land/or 

- at least one residue selected from the group consisting of a tyrosine residue at amiNo. 
acid position 18, a cysteine residue at amiNo. acid position 35, a methionine residue at 
amiNo. acid position 55 and an ^rginine residue at amiNo. acid position 183 in SEQ ID 
No. 7; and/or 

at least 1 of the amiNo. acid encbdedyS^ the exons 9bis and 9ter, more particularly at 
least 1, 2, 3, 5 or 10 of the amiNolacj£Kpj>sitions 313-368 of the SEQ ID No. 7. 

73. An isolated, purified, or racdmbiiiant polypeptide comprising a contiguous span 
of at least 6 amiNo. acids of SEQ ID No. ^Avherfcin said contiguous span comprises at least 1 
of the following amiNo. acid positions o/$EQID\No. 9: 1-50,51-100, 101-150, 151-200,201- 
250, and 251-316. 

74. An isolated or purifi^^tiBpdycoi^position are capable of selectively binding 
to an epitope-containing fragment of^ypolypleptide according to claim 70, wherein said epitope 
comprises: 

a serine residue at amiNo. #cid position 1 70 ai\d/or a lysine residue at amiNo. acid 
position 203 in SEQ ID NoJ 5; and/ot 



- at least one residue select 
acid position 18, a cystein 



I group consisting of a tyrosine residue at amiNo. 
residue at amiNo. acid position 35, a methionine residue at 
amiNo. acid position 55 and an argininp residue at amiNo. acid position 183 in SEQ ID 
No. 5. 

75. An isolated or purified antibody composition are capable of selectively binding 
to an epitope-containing fragment of a polypeptide according to claim 7 1 , wherein said epitope 
comprises: 

- a serine residue at amiNo. acid positionjl 70 and/or a lysine residue at amiNo. acid 
position 245 in SEQ ID No. 6; and/or 

- at least one residue selected from the gr&up consisting of a tyrosine residue at amiNo. 
acid position 18, a cysteine residue at amiNo. acid position 35, a methionine residue at 
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amiNo. acid position 55 anc| an arginine residue at amiNo. acid position 225 in SEQ ID 
No. 6; and/or 

- at least 1 of the amiNo. acid encoded by the exon 6bis, more particularly at least 1, 2, 
3, 5 or 10 of the amiNo. acid Positions 183-224 of the SEQ ID No. 6. 

76. An isolated or purified\antibody composition are capable of selectively binding 
to an epitope-containing fragment of a polypeptide according to claim 72, wherein said epitope 
comprises: 

- a serine residue at amiNo. acid position 170 and/or a lysine residue at amiNo. acid 
position 203 in SEQ ID No. 7; anWor 

- at least one residue selected from\the group consisting of a tyrosine residue at amiNo. 
acid position 1 8, a cysteine residuelat amiNo. acid position 35, a methionine residue at 
amiNo. acid position 55 and an argifiijie residue at amiNo. acid position 183 in SEQ ID 
No. 7; and/or 

at least 1 of the amiNo. acid ea6ddfld by the exons 9bis and 9ter ? more particularly at 
least 1, 2, 3, 5 or 10 of the amiNo. a^Jti positions 313-368 of the SEQ ID No. 7. 

77. An isolated or purifisd antpofly composition are capable of selectively binding 
to an epitope-containing fragment of a polypeptide according to claim 73, wherein said epitope 
comprises at least 1 of the following amityfo. aclf^ositions of SEQ ID No. 9: 1-50, 51-100, 

31( 

whetheV ai\ individual is at risk of developing prostate 



jlic marker according to the method of 



101-150, 151-200, 201-250, and 25 

78. A method of deterrtii 
cancer, comprising: 

a) geNo.typing at least one PCfTA-1 -relate^ 
claim 51; and 

b) correlating the result of stkb a) with a risli of developing prostate cancer, 

79. A method according to any one of claims 49, 59, 60, 61, 63, and 78 wherein 
said PCr^-7-related biallelic marker is selected from^he group consisting of A 1 to A 125 and 
the complements thereof. 

80. A method according to claim 78, wherdin said PC7^-7-related biallelic marker 
is selected from the following list of biallelic markers: Jy., A30, A41, A55 and A57, and the 
complements thereof. 

81. A diagNo.stic kit comprising a polynucleotide according to any one of claims 
17 to 30, 40 and 43. 

82. A computer readable medium having stored thereon a sequence selected from 
the group consisting of a nucleic acid code comprising one of the following: 
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a) a contiguous span of at Ieast'U2, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
150, 200, 500, or 1000 nucleotides of SEQ ID No. 1, wherein said contiguous span 
comprises at least 1 , 2, 3, 5, or ID of the following nucleotide positions of SEQ ID No. 
1: 1-70715, 70795-82207, 82297V83612, 83824-85297, 85418-86388, 86446-87495, 
87523-88294, 88384-89483, 89640-92748, 97156-98309, 98476-99329, 99491-100026, 
100212-100281, 1 00396- 100538,V 00682- 100833, 100995-101920, 102087-102970, 
103264-103724, and 1 03753- 1067W6; 

b) a contiguous span of at least 12, U5, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
150, 200, 500, or 1000 nucleotides if SEQ ID No. 1 or the complements thereof, 
wherein said contiguous span comprises at least one nucleotide selected from the group 
consisting of a nucleotide G at positions 70728, 87860, 88297, 94432, and 95340 of 
SEQ ID No. 1; a nucleotide A at pos|tions£2218, 83644, 83808, 87787, 87806, 94218, 
and 97144 of SEQ ID No. 1; a nucleitideTC at positions 87902, 88215, 88283, 92760, 
93726, and 94422 of SEQ ID No. 1; Ma nucleotide T at positions 93903, and 94 1 70 
of SEQ ID No. 1; 

c) a contiguous span of at least 12, 1/,/R 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
1 50, 200, 500, or 1 000 nucleotides bil SED ID No. 1 or the complements thereof, 
wherein said contiguous span con^raseslanleasfone nucleotide selected from the group 
consisting of a nucleotide G at pofei«pHs^B6435, 93592, 93680, 93681, 93682, 93728, 
93761, and 95445 of SEQ ID NoU; a nucleotide A at positions 86434, 88355, 93240, 
93471, and 93747of SEQ IDNoM; a nucleotide C at positions 93683, 95126, and , 
95444 of SEQ ID No. 1; and a nucleotide \T at positions 94154, and 94430 of SEQ ID 
No. 1; I 

d) a contiguous span of at least |f2, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
150, 200, 500, or 1000 nucleotides of SEQ ID No. 1 or the complements thereof, 
wherein said contiguous span comprises nucleotide positions selected from the group 
consisting of the nucleotide positions of SEQ ID No. 1 : 92975-92977, 9371 1-9371 5, 
94 1 5 1 -94 1 53, 94240-94243, 94770-94773, 94804-94808, 95 1 2 1 -95 1 22, 95 1 29-95 135, 
95148-95153,951 54-95 1 59, 95 1 73-95 1 78, 9i 367-95374, 9541 0-954 1 3 , 954 1 8-95420, 
95430-95436, 95533-95535, and 95677-9567/7; 

e) a contiguous span of at least 12, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
150, 200, 500, or 1000 nucleotides of SEQ ID No. 2 or the complements thereof, 
wherein said contiguous span comprises at least 1, 2, 3, 5, or 10 of the nucleotide 
positions 1-162 of SEQ ID No. 2; 
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f) a contiguous span of at least 12\ 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
1 50, 200, 500, or 1 000 nucleotidesW SEQ ID No. 2 or the complements thereof, 
wherein said contiguous span comprises at least one nucleotide selected from the group 
consisting of a nucleotide A at positions 253, 363, 527, 2471, and 5397 of SEQ ID No. 
2; a nucleotide C at positions 1013, U 979, and 2675 of SEQ ID No. 2; a nucleotide G 
at positions 176, 749, 2685, 3593 of $EQ ID No. 2; and a nucleotide T at positions 
2156, and 2423 of SEQ ID No. 2; 

g) a contiguous span of at least 12, 15l 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
1 50, 200, 500, or 1 000 nucleotides of BEQ ID No. 2 or the complements thereof, 
wherein said contiguous span comprise^ at least one nucleotide selected from the group 
consisting of a nucleotide A at positions 708, 807, 1493, 1724, and 2000; a nucleotide 
C at positions 1936, 3379, and 3697; a Nucleotide G at positions 709, 1845, 1933, 1934, 
1935, 1981, 2014, and 3698; and a nuclLtid/l at positions 2407, and 2683 of SEQ ID 
No. 2; 

h) a contiguous span of at least 12, 15, V& tfO, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
150, 200, 500, or 1000 nucleotides oySEOlID No. 2 or the complements thereof, 
wherein said contiguous span comprises ilucdeotide positions selected from the group 
consisting of the nucleotide positions offiEQID No. 2: 1229-123 1, 1964-1968, 2404- 
2406, 2493-2496, 3023-3026, 30^-3061, B374-p^<3382-3388, 3401-3406, 3407- 
3412, 3426-3431, 3620-3627, 3663-^^^3673, 3683-3689, 3786-3788 and 3930- 
3932; 

0,35, 40, 50, 60, 70, 80, 90, 100, 
ss/of SEQ ID No\3 or the complements thereof, 
prises at I^ast 1, 2, 3, 5, or 10 of the following 
nd 747-872; 

5, 30, 35, 40, 50, 60, 70, 80, 90, 100, 



i) a contiguous span of at least 1 
150, 200, 500, or 1000 nucleotid 
wherein said contiguous span co 
nucleotide positions of SEQ ID 
j) a contiguous span of at least 1 



35 



150, 200, 500, or 1000 nucleotides of SEQ IDNo. 3 or the complements thereof, 
wherein said contiguous span comprises at least one nucleotide selected from the group 
consisting of a nucleotide A at positions 253, 3ffi, 527, 2597, and 5523 of SEQ ID No. 
3; a nucleotide C at positions 1139, 2 105, and 2401 of SEQ ID No. 3; a nucleotide G 
at positions 176, 875, 281 1, 3719 of SEQ ID No. \; and a nucleotide T at positions 
2282, and 2549 of SEQ ID No. 3; 

k) a contiguous span of at least 12, 15, 18, 20, 25, 36, 35, 40, 50, 60, 70, 80, 90, 100, 
150, 200, 500, or 1000 nucleotides of SEQ ID No. 3 or the complements thereof, 
wherein said contiguous span comprises at least one nucleotide selected from the group 
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consisting of a nucleotide A appositions 708, 807, 1619, 1850, and 2126; a nucleotide 
C at positions 2062, 3505, and\3823; a nucleotide G at positions 709, 1971, 2059, 2060, 
2061, 2107, 2140, and 3824; afyd a nucleotide T at positions 2533, and 2809 of SEQ ID 
No. 3; 

1) a contiguous span of at least li, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
1 50, 200, 500, or 1000 nucleotides of SEQ ID No. 3 or the complements thereof, 
wherein said contiguous span comprises nucleotide positions selected from the group 
consisting of the nucleotide positions of SEQ ID No. 3: 1355-1357, 1892-1894, 2090- 
2094, 2530-2532, 2619-2622, 3149-3152, 3183-3187, 3500-3501, 3508-3514, 3527- 
3532, 3533-3538, 3552-3557, 374(^3749, 3789-3792, 3797-3799, 3809-3815, 3912- 
3914 and 4056-4058; 

m) a contiguous span of at least 12, 15, 18, 2<X 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
1 50, 200, 500, or 1000 nucleotides of SEQ VD No. 4 or the complements thereof, 
wherein said contiguous span compri|e^t /east 1, 2, 3, 5, or 10 of the nucleotide 
positions 1 - 1 62 of SEQ ID No. 4; 

n) a contiguous span of at least 12, /5,ll8/ 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
150, 200, 500, or 1000 nucleotide/ of SEQ YD No. 4 or the complements thereof, 
wherein said contiguous span comprises at least one nucleotide selected from the group 
consisting of a nucleotide A at tfositions\253, 3BJ<527 and 2460 of SEQ ID No. 4; a 
nucleotide C at position 1013 ojF SE^JJ^Na 4 a\id a nucleotide G at positions 176, and 
749 of SEQ ID No. 4; 

o) a contiguous span of at leas 12, A 5, 18l 20, 25, AO, 35, 40, 50, 60, 70, 80, 90, 100, 
150, 200, 500, or 1000 nucleo|ide/of SE£> ID No. 4^or the complements thereof, 
wherein said contiguous span torfiprises afl least one nucleotide selected from the group 
consisting of a nucleotide A at positions 7(^8 and 807 and a nucleotide G at position 709 
of SEQ ID No. 4; 

p) a contiguous span of at least 12, 15, 18, 2to, 25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
1 50, 200, 500, or 1000 nucleotides of SEQ ID No. 4 or the complements thereof, 
wherein said contiguous span comprises the j^airs of nucleotide positions 1 136-1 137 of 
SEQ ID No. 4; 

q) a contiguous span of at least 12, 15, 18, 20,\25, 30, 35, 40, 50, 60, 70, 80, 90, 100, 
150, 200, 500, or 1000 nucleotides of SEQ ID No. 8 or the complements thereof, 
wherein said contiguous span comprises at least 1, 2, 3, 5, or 10 of the following 
nucleotide positions of SEQ ID No. 8: 1-500,501-1000, 1001-1500, and 1501-1738; 
and, 
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r) a nucleotide sequence complementary to any one of the preceding nucleotide sequences. 



83. A computer readable medium having stored thereon a sequence consisting of a 
polypeptide code comprising: I 

a) a contiguous span of at least 6 imiNo. acids of SEQ ID No. 5, wherein said 
contiguous span includes: I 

i) a serine residue at amiNfo. acid position 170 and/or a lysine residue at amiNo. 
acid position 203 in SEQ ID No. 5; and/or 

ii) at least one residue selected from the group consisting of a tyrosine residue at 
amiNo. acid position 18, a Cysteine residue at amiNo. acid position 35, a 
methionine residue at amiNp. acid position 55 and an arginine residue at 
amiNo. acid position 183 inBEQ ID No. 5; 

b) a contiguous span of at least 6 amiNo. acids of SEQ ID No. 6, wherein said 
contiguous span includes: 1 

i) a serine residue at amiNo. acid posiflfcn 1 70 and/or a lysine residue at amiNo. 
acid position 245 in SEQ ID No. 6i and/or 

ii) at least one residue selectecWrom the group consisting of a tyrosine residue at 
amiNo. acid position 18, a c\^tpine residue at amiNo. acid position 35, a 
methionine residue at amilyo.yacid position 55 and an arginine residue at 
amiNo. acid position 225 in SE© IDVJo. 6; and/or 

iii) at least 1 of the amiNfo. Acid bositi^s 1^224 of the SEQ ID No. 6; 

c) a contiguous span of at least © ^iNo.lacjd^of SEQ ID No. 7, wherein said 
contiguous span includes: 

position 1V0 and/or a lysine residue at amiNo. 
Q ID No. 1; and/or ^ 

sleeted from the group consisting of a tyrosine residue at 
amiNo. acid position IB, a cysteine residue at amiNo. acid position 35, a 
methionine residue at i miNo. acid position 55 and an arginine residue at 

183 in SEQ ID No. 7; and/or 
iii) at least 1 of the amiNo. acid positions 3 13-368 of the SEQ ID No. 7; and, 

d) a contiguous span of at least 6 amiNo. acids of SEQ ID No. 9. 

84. A computer system comprising a processor and a data storage device wherein 
said data storage device a computer readable medium according to with claim 82 or 83. 

85. A computer system according to claim) 84, further comprising a sequence 
comparer and a data storage device having reference sequences stored thereon. 



i) a serine residue at ai \\ 
acid position 203 in SE< 

ii) at least one residue 
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86. A computer system of Claim 85 wherein said sequence comparer comprises a 
computer program which indicates polymorphisms. 

87. A computer system of Claipi 84 further comprising an identifier which 
identifies features in said sequence. 

88. A method for comparing a f^rst sequence to a reference sequence, comprising 
the steps of: 

reading said first sequence and said reference sequence through use of a computer program 
which compares sequences; and 

determining differences between said fjrst sequence and said reference sequence with said 
computer program, 

wherein said first sequence is selectedjfrom the group consisting of a nucleic acid code 
comprising one of the following: 

a) a contiguous span of at least 12, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
100, 150, 200, 500, or 1000 nucleotides of SEQ ID No. 1, wherein said 
contiguous span comprises at least 1, 2, 3^, or 10 of the following nucleotide 
positions of SEQ ID No. 1: l-7oV 15, 7(9795-82207, 82297-83612, 83824- 
85297, 85418-86388, 86446-874]$ 3/7523-88294, 88384-89483, 89650-92748, 
97156-98309, 98476-99329, 99441-V00026, 100212-100281, 100396-100538, 
100682-100833, 100995-101^0,\lp\o87-102970, 103264-103724, and 
103753-106746; 

b) a contiguous span of at le&st 12, 115, ltfL20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
100, 150, 200, 500, or 1000 nuc/eotid^df SEQ ID No. 1 or the complements 
thereof, wherein said conti juops^pajn comprises at least one nucleotide selected 

jt positions 70728, 87860, 88297, 
tide A at positions 82218, 83644, 
U of SED ID No. 1 ; a nucleotide C at 
92760 93 726 And 94422 of SEQ ID No. 1; 



from the group consisting of 
94432, and 95340 of SEQ 
83808, 87787, 87806, 9421$ 
positions 87902, 88215, 88 



and a nucleotide T at positkftis 93903, kid 94170 of SEQ ID No. 1; 
c) a contiguous span of at lejtst 12, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
100, 150, 200, 500, or 1000 nucleotidestof SEQ ID No. 1 or the complements 
thereof, wherein said contiguous span comprises at least one nucleotide selected 
from the group consisting of a nucleotideiG at positions 86435, 93592, 93680, 
93681, 9368^, 93728, 93761, and 95445 dfSEQ ID No. 1; a nucleotide A at 
positions 86434, 88355, 93240, 93471, anl 93747of SEQ ID No. 1; a 
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nucleotide C at positions 9368: 



, 95 1 26, and 95444 of SEQ ID No. 1 ; and a 



nucleotide T at positions 94154, 
d) a contiguous span of at least 
100, 150, 200, 500, or 1000 nuc 



and 94430ofSEQIDNo. 1; 
12, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
leotides of SEQ ID No. 1 or the complements 



thereof, wherein said contiguoi s span comprises nucleotide positions selected 



from the group consisting of the 
92977, 93711-93715,94151-94 



95677; 

e) a contiguous span of at least 
100, 150, 200, 500, or 1000 nuc 



nucleotide positions of SEQ ID No. 1 : 92975- 
153, 94240-94243, 94770-94773, 94804-94808, 
95121-95122, 95129-95135,951148-95153,95154-95159,95173-95178, 95367- 
95374, 95410-95413, 95418-95420, 95430-95436, 95533-95535, and 95677- 



2, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
leotides of SEQ ID No. 2 or the complements 
thereof, wherein said contiguoub span comprises at least 1, 2, 3, 5, or 10 of the 
nucleotide positions 1-162 of S IQ ID No. 2; 

f) a contiguous span of at least 2, 15, 18/120, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
100, 150, 200, 500, or 1000 nucleotides// SEQ ID No. 2 or the complements 
thereof, wherein said contiguous 
from the group consisting of a 



comprises at least one nucleotide selected 
icl^otfde A at positions 253, 363, 527, 2471, 
and 5397 of SEQ ID No. 2; a AdcledStide C at positions 1013, 1979, and 2675 of 
SEQ ID No. 2; a nucleotide^ a : j^si\ions 176, 749, 2685, 3593 of SEQ ID • 
No. 2; and a nucleotide T aft pos /ions il 5<yind 2423 of SEQ ID No. 2; 
g) a contiguous span of at /east />, 15^20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 

SEQ ID No. 2 or the complements 
comprises at least one nucleotide selected 
^t positions 708, 807, 1493, 1724, 
1379, and 3697; a nucleotide G at 
935, 1981,2014, and 3698; and a nucleotide 
J683 ofSJEQ ID No. 2; 

15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
100, 150, 200, 500, or 1000 nucleotides of SEQ ID No. 2 or the complements 
thereof, wherein said contiguous span comprises nucleotide positions selected 

cleotide positions of SEQ ID No. 2: 1229- 
-2496, 3023-3026, 3057-3061, 3374-3375, 
3426-3431, 3620-3627, 3663-3666, 3671- 



100, 150, 200, 500, or 10C 
thereof, wherein said cotttigi] 
from the group consisting oi a nucleotide , 
and 2000; a nucleotide < 2 aft positi ons 
positions 709, 1845, 1933/ 1934, 
T at positions 2407, and 
h) a contiguous span of a^: least 1 2. 



from the group consisting of the ni 
1231, 1964-1968,2404-2406, 2493 
3382-3388, 3401-3406, 3407-3412 



3673, 3683-3689, 3786-3788 and 3930-3932; 
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i) a contiguous span of at least 12, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 



100, 150, 200, 500, or 1000 nu 
thereof, wherein said contiguou; ; 
following nucleotide positions o 
j) a contiguous span of at least 1 



eotides of SEQ ID No. 3 or the complements 
span comprises at least 1, 2, 3, 5, or 10 of the 
SEQ ID No. 3: 1-162 and 747-872; 
>, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
100, 150, 200, 500, or 1000 nucleotides of SEQ ID No. 3 or the complements 
thereof, wherein said contiguous span comprises at least one nucleotide selected 
from the group consisting of a nucleotide A at positions 253, 363, 527, 2597, 

cleotide C at positions 1 139, 2105, and 2801 of 
positions 176, 875, 281 1, 3719 of SEQ ID No. 
3; and a nucleotide T at positions 2282, and 2549 of SEQ ID No. 3; 
k) a contiguous span of at least 12, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
100, 150, 200, 500, or 1000 nucleotides £$TSEQ ID No. 3 or the complements 
thereof, wherein said contiguous span/comprises at least one nucleotide selected 
from the group consisting of a nucleotide A at positions 708, 807, 1619, 1850, 



and 5523 of SEQ ID No. 3; a m 
SEQ ID No. 3; a nucleotide G a 



and 2126; a nucleotide C at pos 
positions 709, 1971, 2059, 2060 
T at positions 2533, and 28i 
I) a contiguous span of at leasi 
100, 150, 200, 500, or 10/00 
thereof, wherein said contigi 
from the group consisting ojr the Inu&Jeot 



lous 



1357, 1892-1894, 209q-20; 

,3 

-3815,39 



94, 25 



ns 2062, 3505, and 3823; a nucleotide G at 
'2061, 2107, 2140, and 3824; and a nucleotide 
SEQ ID No. 3; 

>, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
otides of SEQ ID No. 3 or the complements 
an comprises nucleotide positions selected 
positions of SEQ ID No. 3: 1355- 
, 26 1 9-2622, 3 1 49-3 1 52, 3 1 83-3 1 87, 
3533-3538, 3552-3557, 3746-3749, 3789- 
2-39 14\id 4056-4058; 



3532 



3500-3501,3508-3514, 
3792, 3797-3799, 3809- 
m) a contiguous span ofa't least 12, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
1 00, 1 50, 200, 500, or lTfifOO nuclc otides of SEQ ID No. 4 or the complements 

ipan comprises at least 1, 2, 3, 5, or 10 of the 
nucleotide positions 1-162 of SEO ID No. 4; 

n) a contiguous span of at least 121 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
100, 150, 200, 500, or 1000 nucleotides of SEQ ID No. 4 or the complements 
thereof, wherein said contiguous span comprises at least one nucleotide selected 
from the group consisting of a nucleotide A at positions 253, 363, 527 and 2460 
of SEQ ID No. 4; a nucleotide C at bosition 1 0 1 3 of SEQ ID No. 4 and a 
nucleotide G at positions 176, and 7<9 of SEQ ID No. 4; 
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o) a contiguous span of at ledst 12, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
100, 1 50, 200, 500, or 1000 r ucleotides of SEQ ID No. 4 or the complements 

i his span comprises at least one nucleotide selected 
nucleotide A at positions 708 and 807 and a 
f SEQ ID No. 4; 



thereof, wherein said contigu 
from the group consisting of a 
nucleotide G at position 709 < 



p) a contiguous span of at least 12, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 



100, 150, 200, 500, or 1000 n 



icleotides of SEQ ID No. 4 or the complements 



thereof, wherein said contiguous span comprises the pairs of nucleotide 
positions 1 136-1 137 of SEQ ID No. 4; 

q) a contiguous span of at least 12, 15, 18, 20, 25, 30, 35, 40, 50, 60, 70, 80, 90, 
100, 150, 200, 500, or 1000 mcleotid<£of SEQ ID No. 8 or the complements 
thereof, wherein said contiguous span comprises at least 1, 2, 3, 5, or 10 of the 
following nucleotide positionsjof^EQ ID No. 8: 1-500, 501-1000, 1001-1500, 
and 1501-1738; and, 

r) a nucleotide sequence comnlSWentary to any one of the preceding nucleotide 
sequences; and, 
a polypeptide code compn 



a) a contiguous ! 
wherein said co/itiguc 

i) a seri le re<jj 
residue at an 

ii) at least < 
tyrosinelre^ 
at amiNc 
position 



st 6 amiNo. acids of SEQ ID No. 5, 
includes: 

. acid position 170 and/or a lysine 
Dosition 203 in SEQ ID No. 5; and/or 
Elected from the group consisting of a 
liNoi acid position 18, a cysteine residue 
(ition 35, a methionine residue at amiNo. acid 
irginine residue at amiNo. acid position 183 



in SEQ II 

b) a contiguous span of at lebst 6 amiNo. acids of SEQ ID No. 6, 
wherein said contiguous span includes: 

i) a serine residue at amiNo. acid position 170 and/or a lysine 
residue at amiNo. acifl position 245 in SEQ ID No. 6; and/or 

ii) at least one residuelselected from the group consisting of a 
tyrosine residue at amiWo. acid position 18, a cysteine residue 
at amiNo. acid positioru35, a methionine residue at amiNo. acid 
position 55 and an arginine residue at amiNo. acid position 225 
in SEQ ID No. 6; and/or 
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iii) at least 1 of the bmiNo. acid positions 1 83-224 of the SEQ 
ID No. 6; 1 

c) a contiguous span of at least 6 amiNo. acids of SEQ ID No. 7, 
wherein said contiguous span includes: 

i) a serine residue at amiNo. acid position 1 70 and/or a lysine 
residue at amiNo. acid po/ition 203 in SEQ ID No. 7; and/or 

ii) at least one residue selected from the group consisting of a 
tyrosine residue at anyNfl). acid position 18, a cysteine residue 
at amiNo. acid positions A a methionine residue at amiNo. acid 
position 55 and an arginineVesidue at amiNo. acid position 183 
in SEQ ID No. 7; and/o 

iii) at least 1 of the ami> o. ac\d positions 3 1 3-368 of the SEQ 
ID No. 7; and, $ 

d) a contiguous span of at least ( amiNo. acids of SEQ ID No. 9. 




V 
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